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A recent analysis of tRNA genes in Trypanosoma brucei has revealed an unusual genomic organisation where several genes encoding tRNAs and other small RNAs are very closely clustered (1) . " (UUG) and tRNA"*" (GUU) (Figure 1) , following further sequence analysis of the region 5' to the tRNA 1^ (UUU) gene (1). This cluster of tRNA genes also displays the tight linkage seen in previously described trypanosome loci (1, 3, 4) , with similar spacings between headto-head genes (between 95 and 102 bp) and, to a lesser extent, between head-to-tail genes (60-90 bp). We believe this may reflect the closest distance that tRNA genes can be arranged in the genome to maximize efficiency of transcription (1). All four tRNA sequences contain the invariant and semi-invariant bases typical of tRNAs as well as the consensus Box A and Box B intragenic polymerase IE control sequences. The tRNA* 1 " gene, however, may be a pseudogene as it has two apparent mismatches, one U-U pair in the acceptor stem and one C-C pair in the anticodon stem.
The tRNA"^ (UCU) gene isolated in this study is only 57% homologous to the T.brucei tRNA"* (ACG) gene previously described but is 81% homologous to a bovine tRNA" 1 * (CCU) (5), suggesting that it is a member of a second tRNA"^ gene family. This is confirmed by the Southern blot analysis (1) which showed that there are at least two other copies similar or identical to the tRNA 
